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plasmid-borne determinants 
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arginine-ornithine transport, 1314 
ATPase, 1363 
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chlE, 788 
chiG, 788 
chloramphenicol sensitivity 
selection for, 487 
chloramphenicol treatment, 251 
cit mutation, 269 
citrate utilization, 269 
colicin A receptor 
btuB gene product, 983 
lipopolysaccharide, 983 
OmpF protein, 983 
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heat-injury of outer membrane, 1523 
hemolysin determinant, 1290 
hemolysin genetics, 1006 
his operon, 692 
ilvA538, cloning of, 274 
ilvGEDAC genes, 119 
inner membrane, 1403 
iron(III)-aerobactin transport, 553 
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cis-vaccenic acid production, 1608 
Ethionine resistance 
methionyl-tRNA synthetase, 1053 
S. platensis, 1053 
exbB 
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S. cerevisiae mitochondria, 303 
Glutamine synthetase synthesis 
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E. coli, 542 

Glucose repression 

Growth 

B. subtilis, 1062 ; 

sporulation, 1062 

Guanosine tetraphosphate 


x SUBJECT INDEX 


ilvA538 
cloning, 274 
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E. coli, 1403 
phage lambda S gene product, 1403 
Inorganic anions 
S. mutans, 1498 
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S. cerevisiae, 334 
Insertion sequence 
alpha-hemolytic plasmids belonging to four different 
incompatibility groups, 472 
Iron 
A. vinelandii envelope proteins, 237 
elastase yields, 783 
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cytoplasmic steps, 1109 sucrose uptake and metabolism, 68 
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